ITC titrations with dUTPases and dUPNPP confirm the functionality of the enzyme. A) hDUT and dUPNPP titration B) mtDUT and dUPNPP titration represent the binding between the components. Parameters of the fitting are the following: A) ΔH = -19.9 kcal/mol, -TΔS = 14.1 kcal/mol, ΔG = -5.7 kcal/mol, Kd = 54 μM, n = 0.41; B) ΔH = -4.4 kcal/mol, -TΔS = -1.8 kcal/mol, ΔG = -6.2 kcal/mol, Kd = 22 μM, n = 1.
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Figure S2 ITC titrations show the lack of binding between EDTA and A) Staphylococcus
aureus uracil glycosylase inhibitor (SaUGI), B) Petroselinum crispum phenylalanine ammonia-lyase (PcPAL) and C) rabbit myosin subfragment 1 (myo S1). 
.:. : * Figure S3 The alignment of MutT protein sequences indicate that the residues involved in 2' deoxyribose exclusion from the active site ( 
